Isolation and characterization of fungal material
The fungal specimen was found on underside of living leaf of the forest plant which was carefully picked away and kept in plastic box. The collected specimenwas immediately isolated into pure culture by gentle swipe small agar plug of potato dextrose agar (PDA) containing 50 mg/L penicillin and streptomycin over the spores located on synnemata using a fine sterile needle. Agar plugs with spores were placed on PDA containing antibiotics which was then incubated at 25ºC and the conidial germination was observed daily as well as fungal contamination. Pure culture was isolated onto fresh PDA plate without antibiotics by hyphal tip isolation, allowed to grow for 4-6 weeks and subsequently deposited to Prince of Songkla University and BIOTEC, Thailand with the BCC code no. BCC47894. Figure S1 . Morphological characteristics of A. novoguineensis strain BCC47894(A) and its colonies on PDA at 25 °C for 11 days (F), part of synnema showing phialides (B-D), conidia (E), Scale bar: C = 500 µm, D-E = 10 µm
The akanthopyrone producer was characterized as Akanthomyces novoguineensis according to Samson and Brady [1] , Hywel-Jones [2] and Hsieh et al. [3] by producing a couple of creamish white, erect, cylindrical synnemata on the host (Figure 1 ). The globose, hyaline, smooth-walled phialides, eachwith a single distinct neck were located scatteringly along the entire length of synnema ( Figure S1 ). The conidia forming at the tip of the neck were hyaline and ellipsoid ( Figure S1 ). On PDA,the white colonies were slow-growing, reaching a diameter of 0.8-1.0 cm in 11 days at 25˚C. The colony reverse was pink with diffused pale pink pigment in the agar ( Figure S1 ). Sporulation was not found.
To support the morphological species identification, the ITS rDNA sequence of the producer was performed nucleotide-nucleotide search using the Basic Local Alignment Search Tool (BLAST) from the National Center for Biotechnology Information (NCBI, USA). The BLAST search with the query sequence hit sequences mostly belonged to A. novoguineensis and A. novoguineensis strain BCC41865 (GenBank accession no. JN201872) was the top BLAST match with 97% identity.
Based on morphological features and the BLAST search result, the species could be identified as A. 
novoguineensis.
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